Supplemental Figure S1 . Phylogenetic tree of 16S rRNA from related species of Pseudoxanthomonas. The phylogenetic tree of 16S rRNA was constructed by MUSCLE multiple sequence alignment and phylogenetic analysis by maximum likelihood. Bootstrap values above 50% are shown at branch points.
(A) (B)
Supplemental Figure S2 . Circular dichroism spectra. (A) Spectra of DAP BII and mutants were obtained with a circular dichroism spectrophotometer. The spectra predict an alpha-helical content of about 47% for these proteins. (B) Spectra of DAP BII wild-type and alpha-chymotrypsin (Bos taurus). Supplemental Table S1 
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H86A
CAACCATgcCTGCGCCTATGGCGCCAT GCGCAGgcATGGTTGGTGACCACCAG
S657A
CGGCAACgCCGGTTCGCCGGTGCTC GAACCGGcGTTGCCGCCGGTGATGTCC
D195A
ATCAAGGcCGTGCGCCTGGCCTACG GCGCACGgCCTTGATCTCCAGGTTCT
D214A
GACATCGcCAACTGGATGTGGCCGCG CCAGTTGgCGATGTCGCCGCCGAACT
D224A
CGGCGcCTTCGCGTTCTACCGCGC AACGCGAAGgCGCCGGTGTGGCGC
D522A
AGCAACGcTCCGGCCATCCAGTATGCG GGCCGGAgCGTTGCTGGCTTCGAAC
D574A
TATCCCGcTGCCAACCTGTCGCTGC GTTGGCAgCGGGATAGACGAACTCGC
D195N
ATCAAGaACGTGCGCCTGGCCTACG GCGCACGTtCTTGATCTCCAGGTTCTTG
D214N
CGACATCaACAACTGGATGTGGCCGC CAGTTGTtGATGTCGCCGCCGAACTTG
D224N
CACCGGCaACTTCGCGTTCTACCGCGCC GCGAAGTtGCCGGTGTGGCGCGGCCT
D522N
CAGCAACaATCCGGCCATCCAGTATGC GCCGGATtGTTGCTGGCTTCGAACGC
D574N
CTATCCCaATGCCAACCTGTCGCTGC TTGGCATtGGGATAGACGAACTCGCCC
